Patient information is shown in Technical Appendix
Isolates from Hospital A and Hospital B were recovered from clinical samples by SA Pathology (Adelaide, South Australia) and by NSW Health Pathology (Sydney, New South Wales), respectively. Bcc isolates from the contaminated chlorhexidine mouthwash and ICU patients were cultured using Blood agar (under CO2 and anaerobic conditions), Chocolate agar, and Nalidixic acid colistin agar. Environmental samples (hand-basins and bench tops) were collected using liquid amies flocked swabs and cultured on Blood, MacConkey and Burkholderia cepacia selective agar.
Genomic DNA Isolation and Sequencing
Genomic DNA from Hospital A and Hospital B isolates was extracted and sequenced on an Illumina NextSeq500 platform (Illumina Inc, California, USA). A closed genome was obtained from isolate A05 through Single Molecule, Real-Time (SMRT) sequencing on a PacBio RS II platform using P6-C4 chemistry (Pacific Bioscience Inc, California, USA) according to the 20 kb template preparation using BluePippin size-selection protocol (Pacific Bioscience).
Genomic Analysis
Illumina sequencing reads were processed using the Nullarbor pipeline (https://github.com/tseemann/nullarbor). Single-nucleotide polymorphism (SNP) analysis was performed using Snippy v3.1 (https://github.com/tseemann/snippy) with isolate A05 as a reference. The reference genome was assembled as described with indels corrected using Illumina sequencing reads (1) . A maximum-likelihood phylogenetic tree was created based on the SNP variations in the core genome using PhyML v3.1 (2), with complete and draft genomes Page 4 of 5 
